1 In these experiments, no evidence was found for subunits g, k, l and ATP8; 2 the score is the sum of significant ions scores for individual peptides where each ions score is above the p=0.05 confidence limit. 3 The sequence of the ε-subunit is not recorded in NCBI database; peptides were identified manually. In these experiments, no evidence was found for subunit ATP8; 2 tandem MS data for the l-subunit were compared with a custom sequence database containing too few sequences to produce a reliable p=0.05 confidence limit. Table S4 . In parts A, B and C, the tryptic peptides sequenced by tandem mass spectrometry are shown beneath the amino acid sequences of P. angusta subunits k and l and S. cerevisiae subunit l, respectively. They represent 74, 98 and 79% of the complete protein sequences, respectively. 
